ABSTRACT A rare nontailed virus designated NO16 was isolated against Vibrio anguillarum, a major aquaculture pathogen for both fish and shellfish. Here, we announce the 10,594-bp genome sequence of Vibrio phage NO16 with a 23-gene content.
identities of 99.65%, 99,65%, and 99.91%, and GenBank accession numbers CP010045, LK021129, and CP011437, respectively), suggesting that it follows a temperate life cycle, although no integrase gene has been identified in its genome. With the signature gene of the DJR viral lineage (gene 19) as a query, the most closely related phage genomes are those of PM2 (12) (13) (14) and Cr39582 (11) (query coverages of 94% and 94%; percent identities of 35.80% and 35.16%, and GenBank accession numbers NC_000867 and MG966533, respectively). Additionally, the DJR genes of several Vibrio phages recently published by Kauffman and colleagues (10) have similarities of 33% and below at query coverages of 96 to 97%.
Data availability. The genome sequence of bacteriophage NO16 was submitted to GenBank under the accession number MH730557, whereas the raw reads were uploaded to the European Nucleotide Archive (ENA) under the accession number PRJEB30917.
